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We regret that there is a false country name in the manuscript, that is, we spelt the country “Austria” into “Australia” by mistake.
But pseudorabies virus is not reported in Australia, so considering that this mistake may mislead the readers and even affect the import
and export trade in Australia, we feel it necessary to make a correction.
The details are as follows:
1. The sentence of: “Phylogenetic trees generated for each gene sequence collected from strains of Europe, America, Australia, and Asia
showed that 62/67 genes (2 out of 69 open reading frames [ORFs] encoded a duplication of the US1 or IE180 gene) supported the
classiﬁcation into 2 genotypes (Fig. S1).” on page 5 line 42 should be replaced as “Phylogenetic trees generated for each gene sequence
collected from strains of Europe, America, and Asia showed that 62/67 genes (2 out of 69 open reading frames [ORFs] encoded a
duplication of the US1 or IE180 gene) supported the classiﬁcation into 2 genotypes (Fig. S1).”
2. The sentence of: “Genotype I was composed of viruses from wide geographic regions, including Europe, America, Australia, and Asia.”
on page 5 line 50 should be replaced as “Genotype I was composed of viruses fromwide geographic regions, including Europe, America,
and Asia.
3. The sentence of: “subgroup 1.4 contained strains isolated in Australia, Europe, and South America.” on page 5 line 56 should be
replaced as “subgroup 1.4 contained strains isolated in Europe and South America.”
4. The sentence of: “We propose that PRV be classiﬁed into 2 major genotypes: genotype I (European, American, and Australian strains)
and genotype II (Chinese strains).” on page 9 line 23 should be replaced as “We propose that PRV be classiﬁed into 2 major genotypes:
genotype I (European and American strains) and genotype II (Chinese strains).”
5. The false country name (Australia) in Fig. 4A should be also replaced with Austria, and Fig. 4 (revised) is given below:
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We would like to apologise for any inconvenience caused.
C. Ye et al. / Virology 485 (2015) 473–474474
